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Review

Listeria are Gram-positive, rod-shaped members of the 
Firmicutes, currently divided into nine species, namely L. 
innocua, L. ivanovii, L. monocytogenes, L. grayi, L. seeligeri, L. 
welshimieri, L. marthii, L. rocourtiae, and L. fleischmannii.1-5 
Only L. monocytogenes are human pathogens, causing the rare, 
but life-threatening disease Listeriosis, which mainly affects 
young, old, pregnant and immunocompromized individuals, 
and is associated with mortality rates of up to 30%. The disease 
can manifest as septicemia, meningitis or meningoencephalitis; 
or result in stillbirth or abortion in pregnant women.5 Listeria is 
ubiquitously found in the environment, and transmission usually 
occurs via contaminated food and water. The organism can grow 
at low temperatures and in high-salt environments, and is also 
known to readily form biofilms.6,7 These properties render it a 
high-risk organism for food producers.

Listeria Bacteriophages

Bacteriophages are the natural enemies of bacteria. Recently, 
they have again moved into the focus of research interest, with 
respect to biocontrol of pathogenic bacteria as well as offerering 
tools for novel and effective separation technologies and diagnos-
tics. In fact, bacteriophages present ideally suited means to control 
and detect Listeria cells in foods. Listeria phages can be isolated 
with relative ease from various environmental sources by the soft 
agar overlay method.8 First reports on bacteriophages specific 
for Listeria monocytogenes date back to the 1940s and 1960s.9-12 

To date, more than 500 Listeria phages have been isolated and 
characterized to a certain extent, most of them in the course of 
phage typing studies. All Listeria-specific bacteriophages found 
to date are members of the Caudovirales, featuring the long, non-
contractile tails of the Siphoviridae family, or the complex con-
tractile tail machines of the Myoviridae family. Interestingly, no 
podoviruses have ever been isolated for Listeria spp. The reason 
for this is unknown, but might be associated with the structure 
of the Listeria cell; yet, morphological diversity in the Listeria 
phages seems limited. The Siphoviridae are currently grouped 
into six species, depending on tail length. The presence of intact 
or cryptic prophages has been confirmed in many Listeria strains, 
e.g., phage A118 in L. monocytogenes WSLC 1118 or PSA in  
L. monocytogenes ScottA.2,13-15 Bacteriophages have been found 
in all major Listeria species and serovars, except the unusual  
L. grayii, the newly proposed species L. rocourtii and L. marthii, 
as well as in serovar 3 strains. In general, serovar 3 strains are 
highly refractory to phage infection, whereas serovar 4 strains 
are very sensitive. Interestingly, strains of both serovars 4b and 
4c also seem to lack any intact prophage genome.16 Prophage 
absence in serovar 4 seems to be attributable to differences in  
teichoic acid composition.16 Although being very sensitive to 
phage infection, also no prophages have been found in strains of 
L. ivanovii subsp ivanovii.17

Temperate Listeria phages feature a generally rather limited 
host range, partially due to homoimmunity, since the majority 
of Listeria strains carries prophages or prophage remnants. This 
is in contrast to the broad host range Listeria Myoviridae, which 
can be grouped in two clusters, the A511-like phages of the newly 
formed subfamily Spounavirinae, and the B054 and 01761-like 
phages, both of which feature a slightly larger genome (48.5 kb) 
then the Siphoviridae members.

Table 1 presents an overview of the best characterized Listeria 
bacteriophages. Many more have been isolated but are poorly 
characterized (if at all), including 25 phages from the interna-
tional typing set, seven “experimental” phages,18 fourty-two 
previously not described phages used by Hodgson during a trans-
duction study19 and 114 Listeria phages from silage of two dairy 
farms in New York State, USA.20 Vongkamjan et al. report a 
host-range for all phages. Serovar groups 4 and 1/2 were found 
to be particularly susceptible to phage infection, while the other 
Listeria serovars were lysed to a varying degree. No phages have 
been reported for Serovar 3 strains, confirming earlier observa-
tions. Surprisingly, a very large proportion of the isolated phages 
feature genome sizes between 57–68 kb, in range of the 67 kb 
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Listeria is an important foodborne pathogen and the caus-
ative agent of Listeriosis, a potentially fatal infection. Several 
hundred Listeria bacteriophages have been described over the 
past decades, but only few have actually been characterized in 
some detail, and genome sequences are available for less than 
twenty of them. we here present an overview of what is cur-
rently known about Listeria phage genomics, their role in host 
evolution and pathogenicity, and their various applications in 
biotechnology and diagnostics.
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Table 1. Synopsis of characterized Listeria bacteriophages

Phage 
name

Family 
(EM-confirmed)

Dimensions 
(head × tail)

Genome 
size (bp)

Lifestyle (host name)
Host 

serovar
Remarks Refs.

01761 Myoviridae 66 × 270 48306 Temperate (PS1803) 1/2 84, unpublished data

11355C Siphoviridae 63 × 320 1/2 84

11711A Siphoviridae 63 × 320 1/2 84

02971A Siphoviridae 64 × 307 1/2 84

02971C Siphoviridae 64 × 306 1/2 84

90666 Siphoviridae 60 × 311 4 19, 84

907515 Siphoviridae 60 × 295 1/2 84

10072 Siphoviridae 61 × 292 1/2 84

12981 Siphoviridae 63 × 302 1/2 84

13441 Siphoviridae 61 × 315 1/2 84

00241 Siphoviridae 64 × 300 1/2 84

00611 Siphoviridae 63 × 301 1/2 84

90861 Siphoviridae 61 × 173 4 19, 84

910716 Siphoviridae 60 × 179 4 19, 84

93253 Siphoviridae 61 × 171 4 19, 84

A005 62 × 280 1/2 84

A006 Siphoviridae 62 × 280 38124 Temperate (wSLC 1006) 1/2 Transducing 19, 30, 31, 33

A020 Siphoviridae 63 × 248 Temperate (wSLC 1020) 4, 5 30, 50

A118 Siphoviridae 61 × 298 40834 Temperate (wSLC 1118) 1/2 Transducing 13, 19, 30

A500 Siphoviridae 62 × 274 38867 Temperate 4
ATCC 23074-Bl, 

transducing
19, 30, 31, 33, 50

A502 Siphoviridae 62 × 302 ~39000 Temperate 1/2
isolation from sewage,  

transducing
19, 30–32, 50

A511 Myoviridae 87 × 199 137619a virulent
1/2, 4, 

5, 6
isolation from sewage 19, 27, 30, 32, 50

A640 Siphoviridae 62 × 305 Temperate 4 19, 84

B012 Siphoviridae 61 × 286 41464 Temperate (wSLC 2012) 5, 6 30–32, 50

B021 Siphoviridae 61 × 302 Temperate 4 19, 84

B024 Siphoviridae 59 × 239 ~37000 Temperate (wSLC 2024) 5, 6 30–32, 50

B025 Siphoviridae 63 × 252 42653 Temperate (wSLC 2025) 5, 6 30–33, 50

B035 Siphoviridae 63 × 294 38881 Temperate (wSLC 2035) 5, 6 30–32, 50

B051 (4211)c Siphoviridae 62 × 245 Temperate (wSLC 2051) 5, 6 30, 32

B053 Siphoviridae 59 × 244 43471 Temperate (wSLC 2053) 5, 6
30–32,  

unpublished data

B054 (4286)c Myoviridae 64 × 244 48172 Temperate (wSLC 2054) 5, 6 30–33

B055 (4295)c Siphoviridae 62 × 242 Temperate (wSLC 2055) 5, 6 30, 32

B056 (5337)c Siphoviridae 59 × 285 ~35000 Temperate (wSLC 2056) 5, 6 30–32

B101 Siphoviridae 61 × 280 40862 Temperate (wSLC 2101) 5, 6
30–32,

unpublished data

B110 Siphoviridae 57 × 288 39390 Temperate (wSLC 2110) 4, 6
30–32,  

unpublished data
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found for the recently reported novel phage species P70, featur-
ing an elongated head morphology.20,21 This would suggest that 
the novel phage species is abundant in environmental samples, 
possibly possessing a selection advantage over their smaller 
genome siphovirus relatives. A similar, although smaller-scale 
study reported the isolation of 12 Listeria phages from a Turkey 
processing plant in the United States.22 Arachchi et al. reported 
isolation of three phages active against L. monocytogenes from 
seafood23; Zhang et al. described phage FWLLm3, of which 
only the endolysin sequence is known24; and Anany et al. intro-
duced three new Listeria phages (LmoM-AG8, 13, and 20).25 
The LmoM-AG20 genome is very similar to A511 and P100 
(H. Anany, personal communication). Many more preliminary 
descriptions of Listeria phages and their isolation exist, highlight-
ing their ubiquitous distribution and underlining the tremendous 
interest in these bacterial viruses.

Listeria Phage Genomics and Implications  
for Phage Evolution

Almost all Listeria phage genomes described today feature sizes 
between 30 and 65 kb, with only a handful of larger genomes 
(125–140 kb), featured by the broad-host-range myoviruses.26-28 
All Listeria bacteriophage genomes are composed of dsDNA and 
are organized in a modular fashion, usually comprising a mod-
ule which encodes structural proteins, a module of early genes, 
encoding functions for DNA recombination, replication and 
repair, a lysis cassette featuring a holin and an endolysin gene 
and, in case of temperate phages, a lysogeny control region. Open 
reading frames of the latter are usually transcribed in opposite 
direction compared with the other genes. As it is the case with 

many other sequenced bacteriophage genomes, a large fraction of 
open reading frames encode products with weak or no homology 
to any other proteins. Approximately 50% of predicted phage 
proteins have no known function, and have been postulated to 
assume roles in host takeover, nucleotide metabolism, and tran-
scription regulation.

Two large myoviruses infecting Listeria cells have been char-
acterized in molecular detail, A511 and P100. Their genomes are 
very similar, with P100 featuring a 3 kb smaller unit genome, but 
a larger terminal redundancy of approximately 6 kb, compared 
with the 3.1 kb termini of A511.27 P100 and A511 are morpholog-
ically indistinguishable, which is also reflected by a highly simi-
lar genome organization and strong sequence homologies among 
structural proteins. Both phages feature a baseplate structure 
which during tail contraction undergoes a structural rearrange-
ment into a double-ringed organelle, a hallmark of the Twort-like 
phages of the Spounavirinae subfamily.28 Both short and long tail 
fibers are present and involved in host recognition and adsorp-
tion. The A511 baseplate is among the most complex contractile 
injection systems known in nature,29 and current research in our 
lab aims to elucidate the fine details of this superstructure. The 
major components of the adsorption apparatus feature strong 
sequence and secondary structure homologies to other phages of 
the Spounavirinae (Habann et al., submitted). Interestingly, two 
temperate myoviruses of Listeria have been described, namely 
B05430-33 and 01761.34 Both feature genes responsible for host 
genome integration and maintenance of a temperate lifestyle (ref. 
33 and unpublished data).

Almost all known Listeria phages belong to the Siphoviridae, 
while no members of the short-tailed Podoviridae have been found 
or described. Most Listeria phages are classical lambda-type 

Phage 
name

Family 
(EM-confirmed)

Dimensions 
(head × tail)

Genome 
size (bp)

Lifestyle (host name)
Host 

serovar
Remarks Refs.

B545 Siphoviridae 62 × 258 Temperate (wSLC 2545) 5, 6 30, 32

B620 61 × 299 84

B640 Siphoviridae 62 × 305 Temperate (wSLC 2640) 4 Transducing 19, 84

B653 Siphoviridae 61 × 260 37943 Temperate (wSLC 2653)
1/2, 4, 

5, 6
30, 32,  

unpublished data

C707 Siphoviridae 60 × 243 5 isolation from sewage 30, 32, 50

D441 Siphoviridae 63 × 247 ~37000 Temperate (wSLC 4441) 4, 5 30–32

P35 Siphoviridae 58 × 110 35822 virulent 1/2
Transduction  

experimentally proven
19, 33

P40 Siphoviridae 56 × 108 35638 virulent
1/2, 4, 

5, 6
33

P70 Siphoviridae
(128 × 57) × 

141
67170 virulent

1/2, 4, 
5, 6

21

P100 Myoviridae 90 × 198 131384b 1/2, 4, 
5, 6

26, 27

PSA Siphoviridae 61 × 180 37618 Temperate 4 14, 19, 84

aincluding terminal redundancy of 3125 bp. bUnit genome size, probably features a 6 kb terminal redundancy. cNumbers in parentheses are designations 
by Rocourt et al.85

Table 1. Synopsis of characterized Listeria bacteriophages (continued)
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siphoviruses, such as A118 or PSA, which feature a long, flex-
ible tail and an isometric head. Typical genome sizes range from 
35 to 40 kb. All members of this type of phages are temperate, 
i.e., they encode a lysogeny control region, including an integrase 
gene in their genome and host strains can be lysogenized, or the 
phage has been be induced from lysogenic carrier strains.13,14,33,35 
Still, morphology and genomes can be strikingly different even 
among the siphoviruses. The morphologically similar, but dis-
tinct phages P35 and P40 feature a lytic lifestyle and have a rela-
tively broad host range among specific serovar groups. We also 
found that they do not possess the highly complex adsorption 
apparatus of myoviruses, their tail is not flexible but also not con-
tractile, and their genomes lack genes associated with in lysogeny 
control.19,33 They have been proposed to possibly represent arche-
type phages in evolutionary transition from a lytic (i.e., virulent) 
to a temperate lifestyle.

The newest addition to the Siphoviridae group are phages fea-
turing the B2 capsid morphotype, such as the recently described 
phage P70.21 The elongated head holds a larger genome of 
about 65 kb, and the phage features no relationship to the other 
known Listeria phages. Vongkamjan et al. also reported isolation 
of Listeria phages with similar sized genomes, suggesting that 
they could possibly fall into this new species.20 As described for 
P35 and P40 above, P70 also features a virulent lifestyle and an 
unusually broad host range. This is in agreement with the lack of 
genetic determinants indicative of a lysogeny control module.21

Lysogeny is widespread in Listeria17 and the presence of pro-
phage does not correlate with epidemic clones. Some strains, such 
as L. innocua CLIP11262 can harbor up to six prophage(-like) 
elements, whereas L. monocytogenes EGD-e harbors only two 
prophage elements, and other strains (such as serovar 3 strains, 
WSLC1001 and WSLC1042) seem to be free of intact prophage 
sequences.2,36-38 Temperate phages can be induced from lysogens 
using UV light or mitomycin C,35 and lysogens are resistant to 
infection by the same or related phage.36 Many of the temperate 
Listeria phages are capable of generalized transduction,19 where 
random fragments of host DNA are packaged into the phage 
head during assembly. These particles are infective and can inject 
the bacterial DNA into susceptible cells, but can obviously not 
complete the infection cycle. However, genes for virulence fac-
tors, toxins and antibiotic resistance can be transferred. The 
ability to perform generalized transduction is dependent on the 
physical genome structure of the phage. Phages with circularly 
permuted genomes, such as A118,13 can perform transduction 
because the terminase enzyme exhibits no or only low sequence 
specificity and packs the proheads using a “headful” mechanism. 
In contrast, phages with fixed invariable genome structures, such 
as PSA or A511,14,27 are unable to transduce DNA because the 
terminase recognizes a specific sequence on the DNA, and this 
recognition event is crucial for DNA packaging. The absence 
of transduction is an important prerequisite for biotechnologi-
cal application of phage preparations to kill viable bacteria (see 
below). The majority of known Listeria phages features a circu-
larly permuted genome structure (Table 1), a simple structure 
which allows loss-free DNA replication by circularization upon 
cell entry.39

Temperate Listeria phages encode integrase enzymes which 
mediate integration of the phage genome into the host chromo-
some, and excision of the phage genome under inducing condi-
tions.40 Depending on the specific catalytic amino acid residue 
present, phage integrases are classified as serine or tyrosine 
recombinases.41 Phage A118 features a serine integrase, which rec-
ognizes a sequence with only three basepairs homology between 
phage and bacterial attachment site.13 In contrast, the PSA inte-
grase is of the tyrosine type, and recognizes a 15 bp site located 
at the 3′ end of a tRNA

Arg
 gene.14 Phages A006, B025, and B054 

also encode recombinase enzymes, recognizing 16–17 nt core 
sequences, whereas the attachment and recombination sequence 
required for the recombinase from phage A500 is 45 bp long. All 
four of these enzymes are presumably of the tyrosine type. Both 
B025 and PSA integrate in the same locus, a tRNA

Arg
, exclud-

ing simultaneous presence of both prophages in the same host 
cell. A006 and A500 target other tRNA genes.33 It was recently 
speculated that tRNA genes represent “anchoring elements” for 
prophage uptake in Listeria.38 In contrast, the recombinase rec-
ognition site for B054 is different and quite unique, since it inte-
grates into a transcription elongation factor.33

Albeit the availability of approximately 50 Listeria phage 
genomes and a growing number of host genomes, no clear indi-
cation for an influence of bacteriophage on Listeria pathogenicity 
or virulence has been found. Recently, however, an A118-like13 
prophage of Listeria monocytogenes integrated into the comK gene 
has been shown to play a role in the regulation of phagolysosome 
escape of the organism during infection.42 Until then, no func-
tion could be assigned to the Listeria comK, a homolog of the 
natural competence regulator in Bacillus subtilis. Phage integra-
tion disrupts the comK gene, whereas phage excision restores the 
reading frame.13,43 An earlier study suggested a role of a comK-
integrated prophage in the persistence of L. monocytogenes in 
food processing plants, attributing higher cell densities after 48 
h incubation on meat to comK-prophage- containing lysogens.44 
However, this observation has never been supported by studying 
possible underlying mechanisms, such as the increased formation 
of biofilms due to a higher fraction of lysed cells and better avail-
ability of nutrients, and other effects.

Recently, genome and transcriptome studies of L. monocyto-
genes found prophage gene expression to be a hallmark of intra-
cellular gene expression. The expression of phage-derived genes is 
upregulated when Listeria proliferates intracellular. In contract, 
deletions in a single shared prophage (the “monocin locus”—see 
below) of two lineage II strains led to severe virulence attenua-
tion.38 Unfortunately, the underlying mechanism(s) leading to 
this attenuation remain yet unclear.

Last, but not least, a putative CRISPR system45 has also been 
identified in Listeria and its phages. It is composed of two adja-
cent loci with a considerable difference in the number of repeats; 
locus II is only present in serovar 4b strains, while locus I is con-
served in serovar 1/2a and 4b strains, and in L. innocua. Not all 
strains feature identifiable cas genes,38 and only locus II seems to 
be functional.16 A third repeat locus was recently identified in 
serovar 1/2a, 1/2b, 3b, and 7 strains and contains cas gene homo-
logs.16 However, the presence or absence of such typical CRISPR 
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elements does not correlate with the presence of a certain type 
or number of prophages in Listeria, and it can therefore only be 
speculated if CRISPR/Cas systems provide defense against bac-
teriophage infection in Listeria.16

Applications of Listeria Phages

Listeria poses a severe health threat to the consumer. Its 
unique ability to survive high salt concentrations and prolifer-
ate at refrigeration temperatures makes it especially difficult for 
food producers to eradicate Listeria from the production chain. 
Applicable law in most countries requires that Listeria monocyto-
genes is absent from 25 g of a food sample, which obviously is a 
challenge for any detection system. Given its sporadic occurrence 
on various types of food, its ubiquitous distribution in nature, 
the high mortality rate in infected individuals and its unknown 
infection dose, a strong need exists for highly sensitive and rapid 
diagnostics, as well as efficient and food-grade control strategies 
for Listeria monocytogenes in ready-to-eat foods. Initially, Listeria 
bacteriophages have been used for phage-typing Listeria isolates, 
either from foodborne outbreaks and epidemics, or for source 
tracking in contaminated production plants. The procedures to 
be used were devised more than 25 years ago. Several more or less 
defined typing sets were developed,46,47 and subsequently supple-
mented and standardized.18,30,48-50

Attempts to harness the biological specificity of phages for 
Listeria host cell detection involved the construction of a lucif-
erase reporter phage A511::luxAB,51 and its testing in a food 
environment.52 For this purpose, the Vibrio harveyi bacterial 
luciferase genes luxAB were inserted downstream of the A511 
major capsid gene under the control of its own strong promoter. 
When a Listeria cell is infected, luxAB is transcribed, the lucifer-
ase enzyme produced in the infected cells, and in presence of its 
oxidizable aldehyde substrate (Nonanal) generates a strong and 
real-time detectable light emission. The assay is sensitive enough 
to detect one cell per gram of food after a shortened enrichment 
procedure, which provides a three day time advantage over con-
ventional enrichment and plating protocols.52

The Listeria reporter phage concept has recently been further 
developed by the construction of A511::celB. The celB gene from 
Pyrococcus furiosus encodes a thermostable β-galactosidase, which 
can be used with various chromogenic, fluorescent or chemilu-
minescent substrates, also creating a detectable response upon 
phage infection.53 The authors demonstrated the feasibility of 
the assay in detecting as low as 10 cfu/g/ml of food in chocolate 
milk and salmon53 using an inexpensive substrate and a simple 
endpoint assay.

Quite naturally, bacteriophages also represent perfect tools for 
biocontrol of bacteria, in this case Listeria. In this case biocontrol 
is most effective by removal of the organisms from contaminated 
food material, since the pathogen prefers an intracellular lifestyle 
and phage-based product cannot reach the bacterium once inside 
the human host.

Biocontrol approaches for Listeria (and any other pathogen) 
require a number of specific characteristics from the phage(s) to 
be used: It must be strictly virulent, feature a broad host-range, 

unable to perform generalize transduction, and does not affect 
virulence or pathogenicity or result in lysogenic conversion of 
its host. Ideally, the phage can be propagated on a non-patho-
genic host, to avoid handling large-scale pathogen cultures and 
to prevent any interference of phage preparation impurities with 
downstream pathogen detection systems.54,55 Phage P100 was 
characterized by Carlton in 200526 and subsequently developed 
into a product, which has received GRAS-status by FDA/USDA 
for use in all food materials (2007). The phage has also been used 
in a number of studies showing its efficacy in removing Listeria 
contaminations from fish, removing Listeria biofilms from stain-
less steel surfaces,56-58 and prevention of Listeria on cooked ham.59

A511, a close relative of P100,27 was used in several proof-of-
concept studies and was shown to very effectively reduce Listeria 
contaminations on various ready-to-eat foods by more than 5 log 
units.60 Bigot et al. successfully used an A511-like phage for bio-
control of Listeria in ready-to-eat poultry products, demonstrat-
ing up to 7 log reductions in viable counts.61

Other anti-Listeria phage products exists, such as a cocktail of 
six phages, which has also been FDA- and USDA-approved for 
application on food and surfaces in food production facilities. The 
phage cocktail was used to reduce Listeria occurrence on fresh-cut 
produce,62 and for spray application of phages on melons.63

Listeria phages have also been able to inhibit Listeria growth 
on artificially contaminated samples,25 even when immobilized 
on cellulose membranes and used for packaging of ready-to-eat 
and raw meat products.

Zink and Loessner have described the presence of lytic particles 
in Listeria cultures, termed monocins.64,65 These substances are 
produced from up to 70% of all Listeria cultures and they inhibit 
other Listeria. Monocins resemble phage tail structures and result 
from the presence of incomplete, cryptic prophages. The tail asso-
ciated lytic proteins (used during infection for cell wall penetra-
tion) are toxic to certain Listeria species and act as biocins. The 
“monocin locus”, a cryptic prophage region including the lma 
genes is conserved in all L. monocytogenes lineages and also pres-
ent in L. innocua.38,66 Many monocine-like substances are found 
in other genera of bacteria, e.g., the “pyocins” of Pseudomonads.67 
Currently, renewed interest in monocin/pyocin-like substances 
for biocontrol of pathogenic bacteria is evident.68-70

Another biocontrol and detection strategy is using recom-
binant phage-encoded peptidoglycan hydrolases (endolysins) 
instead of infective virus. The potential of bacteriophage-derived 
endolysins in controlling foodborne pathogens has been subject 
of several reviews, e.g., ref. 71. However, systematic studies are 
lacking. Listeria phage endolysins bear potential as disinfection 
agent, similar to what has been done in control of Streptococcus 
equi72 and other Gram-positives.73,74 The regulatory approval for 
protein based disinfectants may be less challenging than approval 
of a virus-based food additive.

Over the past decade, molecular details of Listeria phage endo-
lysins have been elucidated. The crystal structure of two of them 
is known,75,76 and their generally modular composition and bind-
ing ligands on target cells are intensively studied.77-81 Cell wall 
binding domains of the endolysins have been used to decorate 
Listeria with fluorescent labels, in order to discriminate them in 
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In conclusion, bacteriophages do not only play an important 
role in Listeria genome plasticity and evolution, but offer a large 
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control methods for Listeria, based on infective viruses, geneti-
cally modified phage, and native or recombinant phage-encoded 
enzymes.

Disclosure of Potential Conflicts of Interest

No potential conflicts of interest were disclosed.

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22523164&dopt=Abstract
http://dx.doi.org/10.1099/ijs.0.036947-0
http://dx.doi.org/10.1099/ijs.0.036947-0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11679669&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11679669&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19667380&dopt=Abstract
http://dx.doi.org/10.1099/ijs.0.014118-0
http://dx.doi.org/10.1099/ijs.0.014118-0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19915117&dopt=Abstract
http://dx.doi.org/10.1099/ijs.0.017376-0
http://dx.doi.org/10.1099/ijs.0.017376-0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=11432815&dopt=Abstract
http://dx.doi.org/10.1128/CMR.14.3.584-640.2001
http://dx.doi.org/10.1128/CMR.14.3.584-640.2001
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17010463&dopt=Abstract
http://dx.doi.org/10.1016/j.ijfoodmicro.2006.07.008
http://dx.doi.org/10.1016/j.ijfoodmicro.2006.07.008
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23233205&dopt=Abstract
http://dx.doi.org/10.1007/s00253-012-4611-1
http://dx.doi.org/10.1007/s00253-012-4611-1
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19066811&dopt=Abstract
http://dx.doi.org/10.1007/978-1-60327-164-6_7
http://dx.doi.org/10.1007/978-1-60327-164-6_7
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14170555&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=13911486&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=13774329&dopt=Abstract
http://dx.doi.org/10.1099/00221287-25-2-241
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=10652093&dopt=Abstract
http://dx.doi.org/10.1046/j.1365-2958.2000.01720.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14507382&dopt=Abstract
http://dx.doi.org/10.1046/j.1365-2958.2003.03684.x
http://dx.doi.org/10.1046/j.1365-2958.2003.03684.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21685277&dopt=Abstract
http://dx.doi.org/10.1128/JB.05328-11
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23339658&dopt=Abstract
http://dx.doi.org/10.1186/1471-2164-14-47
http://dx.doi.org/10.1186/1471-2164-14-47
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9292987&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=10652092&dopt=Abstract
http://dx.doi.org/10.1046/j.1365-2958.2000.01643.x
http://dx.doi.org/10.1046/j.1365-2958.2000.01643.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23042180&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23042180&dopt=Abstract
http://dx.doi.org/10.1128/AEM.01859-12
http://dx.doi.org/10.1128/AEM.01859-12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22993158&dopt=Abstract
http://dx.doi.org/10.1128/JVI.02350-12
http://dx.doi.org/10.1128/JVI.02350-12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18791016&dopt=Abstract
http://dx.doi.org/10.1128/AEM.01282-08
http://dx.doi.org/10.1128/AEM.01282-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23908393&dopt=Abstract
http://dx.doi.org/10.1177/1082013213497211
http://dx.doi.org/10.1177/1082013213497211
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22475951&dopt=Abstract
http://dx.doi.org/10.1016/j.fm.2012.01.005
http://dx.doi.org/10.1016/j.fm.2012.01.005
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21803890&dopt=Abstract
http://dx.doi.org/10.1128/AEM.05493-11
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=16188359&dopt=Abstract
http://dx.doi.org/10.1016/j.yrtph.2005.08.005
http://dx.doi.org/10.1016/j.yrtph.2005.08.005
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18567664&dopt=Abstract
http://dx.doi.org/10.1128/JB.00461-08
http://dx.doi.org/10.1128/JB.00461-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20714761&dopt=Abstract
http://dx.doi.org/10.1007/s00705-010-0783-0
http://dx.doi.org/10.1007/s00705-010-0783-0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22297511&dopt=Abstract
http://dx.doi.org/10.1007/978-1-4614-0980-9_5
http://dx.doi.org/10.1007/978-1-4614-0980-9_5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2039238&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2039238&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8151288&dopt=Abstract
http://dx.doi.org/10.1099/0022-1317-75-4-701
http://dx.doi.org/10.1099/0022-1317-75-4-701
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=1539980&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19783628&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19783628&dopt=Abstract
http://dx.doi.org/10.1128/JB.01041-09
http://dx.doi.org/10.1128/JB.01041-09
http://dx.doi.org/10.1111/j.1472-765X.1991.tb00538.x
http://dx.doi.org/10.1111/j.1472-765X.1991.tb00538.x
http://dx.doi.org/10.1111/j.1472-765X.1991.tb00537.x
http://dx.doi.org/10.1111/j.1472-765X.1991.tb00537.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17482873&dopt=Abstract
http://dx.doi.org/10.1016/j.ijmm.2007.03.016


www.landesbioscience.com Bacteriophage e26861-7

38. Hain T, Ghai R, Billion A, Kuenne CT, Steinweg 
C, Izar B, Mohamed W, Mraheil MA, Domann 
E, Schaffrath S, et al. Comparative genom-
ics and transcriptomics of lineages I, II, and III 
strains of Listeria monocytogenes. BMC Genomics 
2012; 13:144; PMID:22530965; http://dx.doi.
org/10.1186/1471-2164-13-144

39. Casjens S, Gilcrease EB. Determining DNA packag-
ing stragety by analysis of the termini of the chro-
mosomes in tailed-bacteriophage Virions. In: Clokie 
MRJ, Kropinski A, eds. Bacteriophages - Methods 
and Protocols Volume 2: Molecular and Applied 
Aspects. New York: Humana Press, 2009:91-111

40. Groth AC, Calos MP. Phage integrases: biology 
and applications. J Mol Biol 2004; 335:667-78; 
PMID:14687564; http://dx.doi.org/10.1016/j.
jmb.2003.09.082

41. Hirano N, Muroi T, Takahashi H, Haruki M. Site-
specific recombinases as tools for heterologous gene 
integration. Appl Microbiol Biotechnol 2011; 92:227-
39; PMID:21822899; http://dx.doi.org/10.1007/
s00253-011-3519-5

42. Rabinovich L, Sigal N, Borovok I, Nir-Paz R, 
Herskovits AA. Prophage excision activates Listeria 
competence genes that promote phagosomal 
escape and virulence. Cell 2012; 150:792-802; 
PMID:22901809; http://dx.doi.org/10.1016/j.
cell.2012.06.036

43. Lauer P, Chow MY, Loessner MJ, Portnoy DA, 
Calendar R. Construction, characterization, and 
use of two Listeria monocytogenes site-specific phage 
integration vectors. J Bacteriol 2002; 184:4177-
86; PMID:12107135; http://dx.doi.org/10.1128/
JB.184.15.4177-4186.2002

44. Verghese B, Lok M, Wen J, Alessandria V, Chen Y, 
Kathariou S, Knabel S. comK prophage junction frag-
ments as markers for Listeria monocytogenes genotypes 
unique to individual meat and poultry processing 
plants and a model for rapid niche-specific adaptation, 
biofilm formation, and persistence. Appl Environ 
Microbiol 2011; 77:3279-92; PMID:21441318; 
http://dx.doi.org/10.1128/AEM.00546-11

45. Makarova KS, Haft DH, Barrangou R, Brouns SJ, 
Charpentier E, Horvath P, Moineau S, Mojica FJ, 
Wolf YI, Yakunin AF, et al. Evolution and classifica-
tion of the CRISPR-Cas systems. Nat Rev Microbiol 
2011; 9:467-77; PMID:21552286; http://dx.doi.
org/10.1038/nrmicro2577

46. Rocourt J, Audurier A, Courtieu AL, Durst J, Ortel 
S, Schrettenbrunner A, Taylor AG. A multi-centre 
study on the phage typing of Listeria monocytogenes. 
Zentralbl Bakteriol Mikrobiol Hyg A 1985; 259:489-
97; PMID:3931391; http://dx.doi.org/10.1016/
S0176-6724(85)80081-X

47. Rocourt J, Catimel B. International phage typing 
center for Listeria: report for 1987. Acta Microbiol 
Hung 1989; 36:225-9; PMID:2631510

48. Ortel S. Phage-typing of Listeria. Int J Food 
Microbiol 1989; 8:241-3; PMID:2642058; http://
dx.doi.org/10.1016/0168-1605(89)90019-6

49. McLauchlin J, Audurier A, Frommelt A, Gerner-
Smidt P, Jacquet C, Loessner MJ, van der Mee-
Marquet N, Rocourt J, Shah S, Wilhelms D. WHO 
study on subtyping Listeria monocytogenes: results of 
phage-typing. Int J Food Microbiol 1996; 32:289-
99; PMID:8913801; http://dx.doi.org/10.1016/
S0168-1605(96)01143-9

50. Loessner MJ, Busse M. Bacteriophage typing of 
Listeria species. Appl Environ Microbiol 1990; 
56:1912-8; PMID:2116763

51. Loessner MJ, Rees CE, Stewart GS, Scherer S. 
Construction of luciferase reporter bacteriophage 
A511:luxAB for rapid and sensitive detection of viable 
Listeria cells. Appl Environ Microbiol 1996; 62:1133-
40; PMID:8919773

52. Loessner MJ, Rudolf M, Scherer S. Evaluation of 
luciferase reporter bacteriophage A511:luxAB for 
detection of Listeria monocytogenes in contaminated 
foods. Appl Environ Microbiol 1997; 63:2961-5; 
PMID:9251182

53. Hagens S, de Wouters T, Vollenweider P, Loessner MJ. 
Reporter bacteriophage A511:celB transduces a hyper-
thermostable glycosidase from Pyrococcus furiosus for 
rapid and simple detection of viable Listeria cells. 
Bacteriophage 2011; 1:143-51; PMID:22164348; 
http://dx.doi.org/10.4161/bact.1.3.16710

54. Hagens S, Loessner MJ. Application of bacterio-
phages for detection and control of foodborne 
pathogens. Appl Microbiol Biotechnol 2007; 76:513-
9; PMID:17554535; http://dx.doi.org/10.1007/
s00253-007-1031-8

55. Hagens S, Loessner MJ. Bacteriophage for bio-
control of foodborne pathogens: calculations and 
considerations. Curr Pharm Biotechnol 2010; 
11:58-68; PMID:20214608; http://dx.doi.
org/10.2174/138920110790725429

56. Soni KA, Nannapaneni R. Removal of Listeria mono-
cytogenes biofilms with bacteriophage P100. J Food 
Prot 2010; 73:1519-24; PMID:20819365

57. Soni KA, Nannapaneni R, Hagens S. Reduction of 
Listeria monocytogenes on the surface of fresh channel 
catfish fillets by bacteriophage Listex P100. Foodborne 
Pathog Dis 2010; 7:427-34; PMID:19958102; http://
dx.doi.org/10.1089/fpd.2009.0432

58. Soni KA, Nannapaneni R. Bacteriophage sig-
nificantly reduces Listeria monocytogenes on raw 
salmon fillet tissue. J Food Prot 2010; 73:32-8; 
PMID:20051201

59. Holck A, Berg J. Inhibition of Listeria monocyto-
genes in cooked ham by virulent bacteriophages 
and protective cultures. Appl Environ Microbiol 
2009; 75:6944-6; PMID:19717623; http://dx.doi.
org/10.1128/AEM.00926-09

60. Guenther S, Huwyler D, Richard S, Loessner 
MJ. Virulent bacteriophage for efficient bio-
control of Listeria monocytogenes in ready-
to-eat foods. Appl Environ Microbiol 2009; 
75:93-100; PMID:19011076; http://dx.doi.
org/10.1128/AEM.01711-08

61. Bigot B, Lee WJ, McIntyre L, Wilson T, Hudson 
JA, Billington C, Heinemann JA. Control of Listeria 
monocytogenes growth in a ready-to-eat poultry 
product using a bacteriophage. Food Microbiol 
2011; 28:1448-52; PMID:21925027; http://dx.doi.
org/10.1016/j.fm.2011.07.001

62. Leverentz B, Conway WS, Camp MJ, Janisiewicz 
WJ, Abuladze T, Yang M, Saftner R, Sulakvelidze 
A. Biocontrol of Listeria monocytogenes on fresh-cut 
produce by treatment with lytic bacteriophages and a 
bacteriocin. Appl Environ Microbiol 2003; 69:4519-
26; PMID:12902237; http://dx.doi.org/10.1128/
AEM.69.8.4519-4526.2003

63. Leverentz B, Conway WS, Janisiewicz W, Camp MJ. 
Optimizing concentration and timing of a phage 
spray application to reduce Listeria monocytogenes on 
honeydew melon tissue. J Food Prot 2004; 67:1682-
6; PMID:15330534

64. Zink R, Loessner MJ, Glas I, Scherer S. Supplementary 
Listeria-typing with defective Listeria phage particles 
(monocins). Lett Appl Microbiol 1994; 19:99-101; 
PMID:7765224; http://dx.doi.org/10.1111/j.1472-
765X.1994.tb00915.x

65. Zink R, Loessner MJ, Scherer S. Characterization of 
cryptic prophages (monocins) in Listeria and sequence 
analysis of a holin/endolysin gene. Microbiology 
1995; 141:2577-84; PMID:7582018; http://dx.doi.
org/10.1099/13500872-141-10-2577

66. Schäferkordt S, Chakraborty T. Identification, clon-
ing, and characterization of the Ima operon, whose 
gene products are unique to Listeria monocytogenes. J 
Bacteriol 1997; 179:2707-16; PMID:9098070

67. Michel-Briand Y, Baysse C. The pyocins of 
Pseudomonas aeruginosa. Biochimie 2002; 84:499-
510; PMID:12423794; http://dx.doi.org/10.1016/
S0300-9084(02)01422-0

68. Scholl D, Cooley M, Williams SR, Gebhart D, 
Martin D, Bates A, Mandrell R. An engineered 
R-type pyocin is a highly specific and sensitive bacte-
ricidal agent for the food-borne pathogen Escherichia 
coli O157:H7. Antimicrob Agents Chemother 2009; 
53:3074-80; PMID:19349519; http://dx.doi.
org/10.1128/AAC.01660-08

69. Scholl D, Martin DW Jr. Antibacterial efficacy of 
R-type pyocins towards Pseudomonas aeruginosa 
in a murine peritonitis model. Antimicrob Agents 
Chemother 2008; 52:1647-52; PMID:18332164; 
http://dx.doi.org/10.1128/AAC.01479-07

70. Williams SR, Gebhart D, Martin DW, Scholl D. 
Retargeting R-type pyocins to generate novel bacte-
ricidal protein complexes. Appl Environ Microbiol 
2008; 74:3868-76; PMID:18441117; http://dx.doi.
org/10.1128/AEM.00141-08

71. Coffey B, Mills S, Coffey A, McAuliffe O, Ross RP. 
Phage and their lysins as biocontrol agents for food 
safety applications. Annu Rev Food Sci Technol 
2010; 1:449-68; PMID:22129344; http://dx.doi.
org/10.1146/annurev.food.102308.124046

72. Hoopes JT, Stark CJ, Kim HA, Sussman DJ, 
Donovan DM, Nelson DC. Use of a bacteriophage 
lysin, PlyC, as an enzyme disinfectant against 
Streptococcus equi. Appl Environ Microbiol 2009; 
75:1388-94; PMID:19139235; http://dx.doi.
org/10.1128/AEM.02195-08

73. Fischetti VA. Bacteriophage endolysins: a novel anti-
infective to control Gram-positive pathogens. Int J 
Med Microbiol 2010; 300:357-62; PMID:20452280; 
http://dx.doi.org/10.1016/j.ijmm.2010.04.002

74. Nelson DC, Schmelcher M, Rodriguez-Rubio L, 
Klumpp J, Pritchard DG, Dong S, Donovan DM. 
Endolysins as antimicrobials. Adv Virus Res 2012; 
83:299-365; PMID:22748813; http://dx.doi.
org/10.1016/B978-0-12-394438-2.00007-4

75. Korndörfer IP, Danzer J, Schmelcher M, Zimmer 
M, Skerra A, Loessner MJ. The crystal struc-
ture of the bacteriophage PSA endolysin reveals 
a unique fold responsible for specific recognition 
of Listeria cell walls. J Mol Biol 2006; 364:678-
89; PMID:17010991; http://dx.doi.org/10.1016/j.
jmb.2006.08.069

76. Korndörfer IP, Kanitz A, Danzer J, Zimmer M, 
Loessner MJ, Skerra A. Structural analysis of the 
L-alanoyl-D-glutamate endopeptidase domain of 
Listeria bacteriophage endolysin Ply500 reveals a 
new member of the LAS peptidase family. Acta 
Crystallogr D Biol Crystallogr 2008; 64:644-
50; PMID:18560152; http://dx.doi.org/10.1107/
S0907444908007890

77. Schmelcher M. Engineering of bacteriophage endo-
lysins for detection and control of Listeria. Zürich: 
ETH Zurich PhD thesis, 2007

78. Schmelcher M, Shabarova T, Eugster MR, 
Eichenseher F, Tchang VS, Banz M, Loessner MJ. 
Rapid multiplex detection and differentiation of 
Listeria cells by use of f luorescent phage endolysin 
cell wall binding domains. Appl Environ Microbiol 
2010; 76:5745-56; PMID:20622130; http://dx.doi.
org/10.1128/AEM.00801-10

79. Schmelcher M, Tchang VS, Loessner MJ. Domain 
shuffling and module engineering of Listeria 
phage endolysins for enhanced lytic activity 
and binding affinity. Microb Biotechnol 2011; 
4:651-62; PMID:21535426; http://dx.doi.
org/10.1111/j.1751-7915.2011.00263.x

80. Eugster MR, Haug MC, Huwiler SG, Loessner MJ. 
The cell wall binding domain of Listeria bacterio-
phage endolysin PlyP35 recognizes terminal GlcNAc 
residues in cell wall teichoic acid. Mol Microbiol 
2011; 81:1419-32; PMID:21790805; http://dx.doi.
org/10.1111/j.1365-2958.2011.07774.x

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22530965&dopt=Abstract
http://dx.doi.org/10.1186/1471-2164-13-144
http://dx.doi.org/10.1186/1471-2164-13-144
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14687564&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=14687564&dopt=Abstract
http://dx.doi.org/10.1016/j.jmb.2003.09.082
http://dx.doi.org/10.1016/j.jmb.2003.09.082
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21822899&dopt=Abstract
http://dx.doi.org/10.1007/s00253-011-3519-5
http://dx.doi.org/10.1007/s00253-011-3519-5
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22901809&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22901809&dopt=Abstract
http://dx.doi.org/10.1016/j.cell.2012.06.036
http://dx.doi.org/10.1016/j.cell.2012.06.036
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=12107135&dopt=Abstract
http://dx.doi.org/10.1128/JB.184.15.4177-4186.2002
http://dx.doi.org/10.1128/JB.184.15.4177-4186.2002
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21441318&dopt=Abstract
http://dx.doi.org/10.1128/AEM.00546-11
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21552286&dopt=Abstract
http://dx.doi.org/10.1038/nrmicro2577
http://dx.doi.org/10.1038/nrmicro2577
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=3931391&dopt=Abstract
http://dx.doi.org/10.1016/S0176-6724(85)80081-X
http://dx.doi.org/10.1016/S0176-6724(85)80081-X
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2631510&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2642058&dopt=Abstract
http://dx.doi.org/10.1016/0168-1605(89)90019-6
http://dx.doi.org/10.1016/0168-1605(89)90019-6
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8913801&dopt=Abstract
http://dx.doi.org/10.1016/S0168-1605(96)01143-9
http://dx.doi.org/10.1016/S0168-1605(96)01143-9
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=2116763&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=8919773&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9251182&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9251182&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22164348&dopt=Abstract
http://dx.doi.org/10.4161/bact.1.3.16710
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17554535&dopt=Abstract
http://dx.doi.org/10.1007/s00253-007-1031-8
http://dx.doi.org/10.1007/s00253-007-1031-8
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20214608&dopt=Abstract
http://dx.doi.org/10.2174/138920110790725429
http://dx.doi.org/10.2174/138920110790725429
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20819365&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19958102&dopt=Abstract
http://dx.doi.org/10.1089/fpd.2009.0432
http://dx.doi.org/10.1089/fpd.2009.0432
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20051201&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20051201&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19717623&dopt=Abstract
http://dx.doi.org/10.1128/AEM.00926-09
http://dx.doi.org/10.1128/AEM.00926-09
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19011076&dopt=Abstract
http://dx.doi.org/10.1128/AEM.01711-08
http://dx.doi.org/10.1128/AEM.01711-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21925027&dopt=Abstract
http://dx.doi.org/10.1016/j.fm.2011.07.001
http://dx.doi.org/10.1016/j.fm.2011.07.001
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=12902237&dopt=Abstract
http://dx.doi.org/10.1128/AEM.69.8.4519-4526.2003
http://dx.doi.org/10.1128/AEM.69.8.4519-4526.2003
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=15330534&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7765224&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7765224&dopt=Abstract
http://dx.doi.org/10.1111/j.1472-765X.1994.tb00915.x
http://dx.doi.org/10.1111/j.1472-765X.1994.tb00915.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7582018&dopt=Abstract
http://dx.doi.org/10.1099/13500872-141-10-2577
http://dx.doi.org/10.1099/13500872-141-10-2577
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=9098070&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=12423794&dopt=Abstract
http://dx.doi.org/10.1016/S0300-9084(02)01422-0
http://dx.doi.org/10.1016/S0300-9084(02)01422-0
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19349519&dopt=Abstract
http://dx.doi.org/10.1128/AAC.01660-08
http://dx.doi.org/10.1128/AAC.01660-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18332164&dopt=Abstract
http://dx.doi.org/10.1128/AAC.01479-07
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18441117&dopt=Abstract
http://dx.doi.org/10.1128/AEM.00141-08
http://dx.doi.org/10.1128/AEM.00141-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22129344&dopt=Abstract
http://dx.doi.org/10.1146/annurev.food.102308.124046
http://dx.doi.org/10.1146/annurev.food.102308.124046
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=19139235&dopt=Abstract
http://dx.doi.org/10.1128/AEM.02195-08
http://dx.doi.org/10.1128/AEM.02195-08
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20452280&dopt=Abstract
http://dx.doi.org/10.1016/j.ijmm.2010.04.002
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=22748813&dopt=Abstract
http://dx.doi.org/10.1016/B978-0-12-394438-2.00007-4
http://dx.doi.org/10.1016/B978-0-12-394438-2.00007-4
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17010991&dopt=Abstract
http://dx.doi.org/10.1016/j.jmb.2006.08.069
http://dx.doi.org/10.1016/j.jmb.2006.08.069
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=18560152&dopt=Abstract
http://dx.doi.org/10.1107/S0907444908007890
http://dx.doi.org/10.1107/S0907444908007890
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20622130&dopt=Abstract
http://dx.doi.org/10.1128/AEM.00801-10
http://dx.doi.org/10.1128/AEM.00801-10
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21535426&dopt=Abstract
http://dx.doi.org/10.1111/j.1751-7915.2011.00263.x
http://dx.doi.org/10.1111/j.1751-7915.2011.00263.x
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=21790805&dopt=Abstract
http://dx.doi.org/10.1111/j.1365-2958.2011.07774.x
http://dx.doi.org/10.1111/j.1365-2958.2011.07774.x


e26861-8 Bacteriophage volume 3 issue 3

81. Eugster MR, Loessner MJ. Wall teichoic acids restrict 
access of bacteriophage endolysin Ply118, Ply511, 
and PlyP40 cell wall binding domains to the Listeria 
monocytogenes peptidoglycan. J Bacteriol 2012; 
194:6498-506; PMID:23002226; http://dx.doi.
org/10.1128/JB.00808-12

82. Walcher G, Stessl B, Wagner M, Eichenseher F, 
Loessner MJ, Hein I. Evaluation of paramagnetic 
beads coated with recombinant Listeria phage 
endolysin-derived cell-wall-binding domain pro-
teins for separation of Listeria monocytogenes from 
raw milk in combination with culture-based and 
real-time polymerase chain reaction-based quan-
tification. Foodborne Pathog Dis 2010; 7:1019-
24; PMID:20500083; http://dx.doi.org/10.1089/
fpd.2009.0475

83. Kretzer JW, Lehmann R, Schmelcher M, Banz M, 
Kim KP, Korn C, Loessner MJ. Use of high-affinity 
cell wall-binding domains of bacteriophage endoly-
sins for immobilization and separation of bacterial 
cells. Appl Environ Microbiol 2007; 73:1992-2000; 
PMID:17277212; http://dx.doi.org/10.1128/
AEM.02402-06

84. Loessner MJ, Estela LA, Zink R, Scherer S. 
Taxonomical classification of 20 newly isolated 
Listeria bacteriophages by electron microscopy 
and protein analysis. Intervirology 1994; 37:31-5; 
PMID:7928287

85. Rocourt J, Schrettenbrunner A, Seeliger HP. Isolation 
of bacteriophages from Listeria monocytogenes Serovar 
5 and Listeria innocua. Zentralbl Bakteriol Mikrobiol 
Hyg A 1982; 251:505-11; PMID:6808789

http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=23002226&dopt=Abstract
http://dx.doi.org/10.1128/JB.00808-12
http://dx.doi.org/10.1128/JB.00808-12
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=20500083&dopt=Abstract
http://dx.doi.org/10.1089/fpd.2009.0475
http://dx.doi.org/10.1089/fpd.2009.0475
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17277212&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=17277212&dopt=Abstract
http://dx.doi.org/10.1128/AEM.02402-06
http://dx.doi.org/10.1128/AEM.02402-06
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7928287&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=7928287&dopt=Abstract
http://www.ncbi.nlm.nih.gov/entrez/query.fcgi?cmd=Retrieve&db=PubMed&list_uids=6808789&dopt=Abstract

